, color code on right of figure) prepared with altered reaction temperatures during first-and were binned in the same way as for the heatmaps (e.g. Figure 1c ), and statistical entropy (as a measure of uniformity) was calculated for each transcript. The statistical entropy becomes maximal for uniform distributions. The medians of the resulting distributions were determined and are shown as ratios for the RNAseq samples as indicated. (Table S1) were quantified by RSEM, Cufflinks, or our Model D as indicated for twelve different genes that cover a wide range of mRNA lengths (Table S2 ). In parallel, the corresponding two RNA samples (dots and triangle symbols, respectively) were subjected to qPCR for the same twelve genes. Table S2 . Related to Figure 4 ; Related to Key Resources Table. Genes and corresponding primers used in qPCR.
